Value shown is the average (on a binary log scale) of the adjusted uptake of each strain from three independent screens. c Location of the strain in the deletion collection (see Liu et al., 2008) . d Bold indicates new names given to uncharacterized genes either based on homology to S. cerevisiae per nomenclature guidelines (see Inglis et al., 2014) or, for genes with no homology to S. cerevisiae, based on phenotype: HPI or LPI mutants, for High or Low Phagocytic Index.
e Gene CNAG_06290 appears in fungal databases as SNF3 but was published as HXT2 (Liu et al., 2013) .
